Dengue is one of the world's major infectious mosquitoborne diseases and although not endemic in Australia, is a significant public health concern. Queensland is vulnerable to outbreaks of dengue viruses (DENVs) and indeed, due to endemic populations of the mosquito vector Aedes aeypti, Likely origins of outbreaks were determined following sequence alignment and phylogenetic tree analysis as previously described 8, 9 .
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Outbreak strains were considered to have been sourced from Collectively, Southeast Asia (including Indonesia, the Philippines and Thailand) was responsible for 40 outbreaks (55%) and continues to be the highest contributor of outbreaks, due to all four DENV serotypes 9 .
In addition to the co-circulation of multiple serotypes, some concurrent or closely successive outbreaks were caused by a single DENV serotype, and it was only after performing phylogenetic analysis, that involvement of one or more viral strain(s) could be determined. Occasionally, this further assisted the identification of secondary outbreaks in the absence of clear epidemiological links. Under the Microscope
